INTRODUCTION
In biological processes with equilibrium, the dynamics of concentration, or frequencies, of a predefined characteristic, can be described by a mathematical model of binary statistical experiments, based on statistical data of elementary hypotheses validation about the presence or absence of a predefined attribute A in the set of elements that make up a complex system. It is assumed that: (i) all the elements that make up the system can gain or lose the said attribute A over time, that is the frequency of attribute A is dynamic variable;
(ii) the basic object of our study is statistical experiments, characterized by relative frequencies of presence or absence of the attribute A in a sample of fixed volume at each time instant; (iii) it is assumed the dependency of (average) results of next experiment (at time instant k + 1) on average result of the present experiment at time instant k. This relationship is called the feature of persistent regression and used as fundamental condition for the subsequent analysis of the model.
The method of constructing and exploring the proposed mathematical model is based on the analysis of the following basic properties of statistical experiments:
1. Persistent regression. 2. Equilibrium value and fluctuations, as well as their asymptotic behavior. 3. Approximation by normal process of autoregression.
Note that in view of assumption (ii), the value of statistical experiment tends to the probability of the presence or absence of attribute A, by N ® ¥ , according to the law of large numbers. However, such probability, according to assumption (iii), has a complex relationship and can be constructively expressed in terms of regression function.
As a result, all static and dynamic characteristics of the model can be expressed in terms of the set of regression functions or their transformations.
EXAMPLE: A MODEL OF BIOLOGICAL MOLECULES INTERACTION
Equilibrium processes are common in chemical and biochemical systems and play an important role in many mechanisms of interaction and self-regulation.
In studies of these processes, one should develop an adequate method of description, analysis, and prediction of the behavior of such systems, taking into account the actions of a wide variety of external factors (for example, [1]).
As an example, we can refer to the enzyme Glutathione Transferase (GST) that binds the tripeptide glutathione (GSH) as a substrate for subsequent organic reactions. The GST is a very important enzyme in cellular biology, as a matter of fact it is involved in many detoxifying reactions and in mechanism of drug resistance in cancer cells 
STATISTICAL MODEL FORMULATION
The starting point for the mathematical model construction is Wright-Fisher model in population genetics, which is used by more than seventy years.
Basing on the definition formulated in [3], we restrict ourselves to the case of two genetic attributes A 1 and A 2 . This narrows our analysis on a special case which, however, is very rich for numerous applications.
Consider a statistical model with pairwise arrangement of such attributes at particular locus for N representatives of the population. There are three ways of attributes pairing: A A 1 1 , A A 1 2 or A A 2 1 , and A A 2 2 . In order to study the model dynamics, let us denote by p the frequency of attribute A 1 and by q the frequency of attribute A 2 , observed in the previous experiment.
For the next experiment, we denote by P + the attribute A 1 frequency, and by P -the attribute A 2 frequency. As already noted, the probabilities P ± depend on the average value of the experiment at the previous time instant.
We will consider the Wright- 
in which the random variables d r k ( ), 1 £ £ r N, k ³ 0 , are equally distributed and independent for each fixed k ³ 0, which take binary values ± 1.
Thus, the values of SE determined by (1) mean that the following equation takes place:
